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The abundance values for FlyAtlas 1 are in arbitrary units. The 'Enrich.' column is the enrichment calculated by dividing the absolute value of expression in Malpighian tubules by that in whole flies.
(ii) Ordered by most enriched genes in FlyAtlas 2 The abundance values for FlyAtlas 1 are in arbitrary units. The 'Enrich.' column is the enrichment calculated by dividing the absolute value of expression in Malpighian tubules by that in whole flies. 'Masked' Genes are those that were absent from the FPKM or RPM output of the computational analysis of the sequence reads. In each case an overlapping gene was identified with an identical transcript and this is referred to as a 'masking' gene and is listed in the second half of the table. The isoform FBtr0075364, expressed only in females, is the key factor allowing splicing of exon 4 of dsx in females to produce dsx transcript FBtr008176 (3).
dsx
The differential splicing of exon 4 causes FBtr0081761 to be expressed only in females, and FBtr0330073 in males, as explained in the main text.
fru Differences in exons 2 and 3 resulting from alternative splicing results in malespecific and female-specific forms of fru, the male-specific ones being implicated in control of courtship behaviour (4). The isoform here found only in the heads of males, FBtr0083645, shows the male-specific splice, whereas FBtr0083642, here found only in females, shows the female-specific splice. 
